Gene and genotype frequencies in relation to the D3S1358, vWA, FGA, TH01, TPOX, CSF1PO, D5S818, D13S317, and D7S820 loci were determined in a sample of 290 unrelated individuals (204 Caucasians and 86 mulattoes) living in the city of São Paulo, Brazil. The sex test Amelogenin was also performed in all subjects from our sample, revealing the expected sex in all instances. Allele frequency data obtained from the analysis of these samples were in the usual range of other population groups with similar racial background. In the sample of Caucasian individuals, panmictic proportions were ruled out in relation to TPOX and CSF1PO loci, but only in the latter was the overall frequency of heterozygotes significantly less than expected. In the sample of mulattoes, Hardy-Weinberg proportions were rejected in relation to FGA and CSF1PO loci, but in no instance were the overall numbers of heterozygotes different from the corresponding expected ones under panmixia. Taking into account all this and also the number of tests performed, the degree of genetic heterogeneity of Brazilian populations, and the critical level reached by the significant results (1% Ͻ ␣Ͻ5%), the departures from panmixia here observed can be considered to be negligible in altering significantly biologic relationship odds calculated under the assumption of random matings.
Gene and genotype frequencies are required for forensic DNA typing loci to evaluate the probabilities of chance matches in inclusion cases. Short tandem repeat (STR) loci are a subgroup of a highly polymorphic variable number of tandem repeat loci (1-2) that have proved to be very useful for the analysis of forensic DNA evidence. In recent years, allelic data for STR loci have been published from many different populations (3) (4) (5) (6) (7) (8) (9) (10) (11) (12) (13) (14) (15) (16) (17) (18) (19) (20) . The current paper presents data for the D3S1358, vWA, FGA, TH01, TPOX, CSF1PO, D5S818, D13S317, and D7S820 loci in a sample of 290 unrelated Brazilian individuals living in the city of São Paulo, Brazil, thus providing another additional database for forensic applications.
MATERIALS AND METHODS

Sample Preparation
Whole blood samples were collected from 290 unrelated Brazilian individuals (204 Caucasians and 86 Mulattoes) after informed consent was obtained. DNA was extracted from 5 ml of peripheral blood by the saltingout procedure (21) .
STR Typing
The PCR analysis was performed using the Amp-FISTR Profiler PCR Amplification Kit (Perkin Elmer, Foster City, CA, USA) under conditions recommended by the manufacturer in a reaction volume of 50 l, using a 9600 Perkin Elmer thermal cycler. Amplification products (1.5 l) were added to 24 l formamide and 1 l of an internal size standard (Genescan-350 ROX, Applied Biosystems). The samples were heat denatured at 95°C for 3 minutes and chilled for 5 minutes in an ice water bath before capillary electrophoresis was started by use of an ABI 310 automated sequencer (Applied Biosystems). Genescan Analysis 2.1 software (Applied Biosystems) was used to determine fragment sizes using the local Southern method. Allele identification was achieved by comparison of the amplified fragments with the allelic ladders included in the reagent set.
Statistical Analysis
The estimates of allele frequencies for all studied loci were obtained by applying standard counting methods described in detail by Weir (22) , Evett and Weir (23) , 
2 ]/2N (gene variance estimated from population samples whose genotypes are not necessarily binomially distributed).
For comparing gene counts between samples and for testing Hardy-Weinberg proportions within each sample, 2 tests were used. To locate the categories responsible for significant values in contingency tables, the method of adjusted standardized residuals described by Haberman was applied (25) .
RESULTS AND DISCUSSION
For each locus, allele frequencies were compared in the two racial groups by 2 tests performed on contingency tables with allowance for adjusted residuals analysis (25) to locate the classes responsible for significant test values (which in all cases were just below the 5% critical level). The results of such tests are shown in Table 2 . In all instances, cells with expected values less than 4 were agglutinated. For each locus, Hardy-Weinberg equilibrium was tested by comparing the observed genotype frequencies with those expected under the hypothesis of panmixia (Hardy-Weinberg equation); we estimated also, for each locus, a common measure of departure from HardyWeinberg ratios (fixation value f), and observed and expected frequencies were also compared, with this extra sample parameter being taken into account (f eq.); the absolute difference between the 2 test values obtained in both situations was a 2 value with one degree of freedom and could be used to test the hypothesis f ϭ 0 even when the observed data did not fit well the expected ones in one or both situations. Finally, heterozygosity values (observed and expected, the latter being the diversity index) were calculated for each locus, and the expected and observed numbers of heterozygotes were tested after usual 2 tests. Table 3 shows the log-likelihood 2 values for testing Hardy-Weinberg equilibrium, f eq., and f ϭ 0, and Pearson's 2 values for testing [h e (expected heterozygosity) ϭ h o (observed heterozygosity)], as well as the estimated values of f, he, and ho for each locus. Log-likelihood tests were used throughout because they are additive for nested data sets like ours, whereas Pearson's 2 tests generally are not. In the sample of Caucasian individuals, panmictic proportions were ruled out in relation to TPOX and CSF1PO loci, but only in the latter was the overall frequency of heterozygotes significantly less than expected. In the sample of Mulattoes, HardyWeinberg proportions were rejected in relation to FGA and CSF1PO loci, but in no instance were the overall numbers of heterozygotes different from the corresponding expected ones under panmixia. Taking into account all this and also (1) the number of tests performed, (2) the degree of genetic heterogeneity of Brazilian populations, and (3) the critical level reached by the significant results (1% Ͻ ␣Ͻ5%), we can consider the departures from panmixia here observed as negligible in altering significantly biologic relationship odds calculated under the assumptions of random matings. Tables 4 and 5 list the exclusion probabilitities (test powers) of identity, monozygosity, maternity, paternity and joint parentage, conditional to the hypothesis that the biological relationship is false, using the loci here studied. The bottom lines show the combined exclusion probability figure using simultaneously all nine loci.
A Brazilian database has thus been established for the loci D3S1358, vWA, FGA, TH01, TPOX, CSF1PO, D5S818, D13S317, and D7S820: nine STR systems that have been shown to be useful for biologic relationship testing. 
